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Amino Acids

Name(s) Accession No. Region First Author Reference

ROD M15390 complete genome Guyader M Nature 3266114) 662—669 (1987)
NIHZ J03654 complete genome Zagury JF PNAS85 5941-5945 (1988)
ISY J04498 complete genome Franchini G PNAS86 2433-2437 (1989)
ST M31113 complete genome Kumar P J Virol 64 890-901 (1990)
BEN M30502 complete genome Kirchhoff F Virology 177 305311 (1990)
CAM2 D00835 complete genome Tristem MF J Gen Virol 72 721 (1991)
D194 J04542 complete genome Kuehnel H PNAS86 23832387 (1989)
GH1 M30895 complete genome Hasegawa A ARHR5 593-604 (1989)

KR u22047 complete genome Kraus GK PNAS90(9) 4226-4230 (1993)
MDS 248731 gag, pol, vif, tat, rev, nef, env Becker M Unpublished

ucz2 U38293 complete genome Barnett SW Unpublished (1997)

uUC1 L07625 complete genome Barnett SW J Virol 67 1006-1014, (1993)
EHOA u27200 complete genome Rey-Cuille MA Virology 202(1) 471-476 (1994)
D205 X61240 complete genome Dietrich U ARHRS8 1619 (1992)

MM251 M19499 complete genome Franchini G Nature 328 539-543 (1987)
MMP11 M72323 tat, rev, nef Colombini S PNAS86 48134817 (1989)
MM32H D01065 env, gag, nef Rud EW J Gen Virol 75 529 (1994)
MM1A11 M76764 env, gag, nef, pol, rev Luciw PA ARHRS8 395-402 (1992)
MM239 M33262 complete genome Regier DA ARHR6 1221-1231 (1990)
MM142 M16403 complete genome Chakrabarti L Nature 328 543-547 (1987)
MNE M32741 complete genome Benveniste RE Unpublished (1990)
MM155 L28171 gpl120, gp41l, tat, rev, nef partial Kodama T Unpublished (1994)
MMW?25 X86727 partial env, nef Whatmore AM J Virol 69(8) 5117-5123 (1995)
NEFW61 X90853 env, nef Whatmore AME J Virol 698) 5117-5123 (1995)
SMMPBJA M31325 complete genome Dewhurst S Nature 345 636—640 (1990)
SMMPBJB L03295 complete genome Dewhurst S Nature 345 636—640 (1990)
PBJ6P6 L09212 env, gag, nef Hirsch VMJ J Virol 67 2466—2474 (1993)
SMM9 M80194 complete genome Courgnaud V J Virol 66 414-419 (1992)
SMMH4 X14307 complete genome HirschVM Unpublished (1989)

ST™M M83293 complete genome Novembre FJ Virology 186 783—787 (1992)
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M GYVKQRNA-——-S
H-GYVOQCNA

x.._u..o.. ---A- >...I<<Dmr ..... R-----
.............. GYVRQCSA----S----G
..... ??e?Py-?ISgerreqS-r- _uo.._u_An__.z....... ? .OOO.._uo es-.E-nE. ---?y-R-??.
TQEEPY-KLSEGQRKQS-R-PG--DKDLN-- [RURTTN GGG--DT--S-.E-NE.- .
----R-PR-ESSGERQERSL-YPG--DKGLN----D--KTLGAE. ...GGGK-DS-ED-.E- zm....._» R-.G---
...mmo ..... K---VPERPY-RLSGERREQS-R-PGE-DKDLN . ...GGG--DA-ES- E--E.--A#Y-R-#l
CONSENSUS-SD --gai--?--k??gd--g------- etY- ﬂ_...m<ma@...._m IdKgls-| _.....x :..n< ----N
SD_MM251  --GAI-MR--K-AGD--QK:
SD_MMP11  --GAI-MR--K-TGD--QK
SD_MM32H  --GAI-RR--KSAGD--Q-
SD_MM1A11 --GTI-MR--RSTGD--Q
SD_MM239  --GAI-MR--R--GD--Q-
SD_MM142  --GAl-----K-PRD--Q---

.._m.ﬂ<_m_u_u_uo_m<_mDOm.-._.O_m_|D_AO_um _u....-_A.Z -EQY-
--ETY-RLLGEVEDG----PG-LDKGLS-L-----K-N--QY
ENY-RLFKGVEDGS---LG-LDKGLS-L-----K-N--EY

SD_MNE  --GAT--R--KSPGD--Q-----~-ETY-RLWEELEDG----LG--DKGSSLL----K-N--Q------
SD_MM155  --GAI-MR--R--GD--Q-------ETY-RLLGEVEDG----PG-LDKGLS-L-----K-N--QY
SD_MMW25 XRR--KSAGD--Q-------ETY-RLLGEVEDG----L G-LDKGLS-L-----K-N--QY'
SD_NEFW61 XGD--Q---~--ETY-XLLGEVEDG----LG-LDKGLS-L---=-K-N--QY -~

SD_SMMPBJA --GVT---QRRRGGN-Y----Q---ETY-RLWEGLE
SD_SMMPBJB --GVT---QRRRGGN-Y----Q---DTY-RLWEGLE
SD_PBJ6P6  --GVT---QRRRGGN-Y----Q---ETY-RLWEGLE--
SD_SMM9 --GVT---QRXAGGN-x----Q---ETY-RLWEGLE------ XDA--KGLS-L---P-K-CE-
SD_SMMH4  --GAI---QYKRGGN Q---ETY-RLWEGLEEG----LGA--KGLS-L---P-K-S|
SD_SM62A  --GAI---QYRRGGN- ETY-RLWEGLEEG----LGA--KGLS-L---P-K-SE-
SD_SMB670  ---A------KQDG------- Q---ETY-RLWEGLEDG-L--RG-LDKDWNLH-S---G-S

DA--KGLS-L---P-K-CE-Q—-

CONSENSUS-STM -------- QRKQHGE---------- ETY-KLLEGL-EGSGP--GA-DKGLN-H---P-R-NE- KN--A-SA-LE-R .
STM_STM QRKQHGE ETY-KLLEGL-EGSGP--GA-DKGLN-H---P-R-NE-Q------ KN--A-SA-LE-R-------- EE--N---- A-H-.-----E------ - 118
LTR -> -- max HIV-1 nef similarity--

CONSENSUS-A mShfikekgGLeGmIYS2rRhriLdiyleKEEGilpDWQNYThGpGVRYPMIFGWLWKLVpVdv?Qe?ed?e??22thcLvHpAQISI?DD?HGETLVWIFdpmLAy?Y2aF 2lyPEEFG 215
A_ROD  --L-TR E---K-N A P--G--T-.... KF=-PenereeEreL---SeE--|R-emn 234

ATNIHZ
ATISY L T-P--G--T-...
ATST S LY--D--R-V G K P--GD-S

VAN S-ELS--A-ED-...

3 -Q--SL---D-V--NRF-----
CONSENSUS-D $-PSE-V-$K-—R-—N-E-IK
D_FOENVA13
CONSENSUS-SD
SD_MM251
SD_MMP11
SD_MM32H
SD_MM1A11
SD_MM239
SD_MM142

_ r EoYormeee- QW-PW-V-A-K - TooT-E-Y | Reoeene
SD_MNE ENY-Ler---QW--PW=-VorK oo TooT-E-Y [Remeee
SD_MM155 Bl - QW-"PW--V-A-K---T---THE-YVR-----
SD_MMW25 e KY-Memeee KW--PW--V-A-K--T=-T-E-YVR -
SDINEFWGB1  <ememememec] YarAcrme|-RlomemecmemesDar S oK Teomemeoac-N-SD-AQED- ... K-Y-MQ----- KW--PW--V-A-K---T---T-E-YVR
SD_SMMPBJA =Y M QW--PW--V-A-K--—K—N-K--VEH-—
SD_SMMPBJB ~OW-PW-V-A-

SD_PBJ6P6
SD_SMM9
SD_SMMH4
SD_SM62A
SD_SMB670
CONSENSUS-STM L--
STM_STM LS

-HOW--PW--V-A-K--E--S-K~IK-

..... Q-----QWE-PW--A--K--Q---R-E--IK--- 234

KQ MSN-AQEDD...G-Y------HQW--PW-V---K—-L-HT-E--VRH----- 235
MSN-AQEDD...G--Y------HQW--PW--V=--K+--L--HT-E--VRH--- 235

Amino Acids
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CONSENSUS-A hkSGIpE?eWKAKLKARGIP{s??
....... E----R--

D_FOENVA13 S------D-VRRR-T---LYKTADKKETG$
CONSENSUS-SD  S----s-e-VrRR-t---LIKMADkkeTs?
SD_MM251  S----S-E-VRRRX

SD_MMP11  S----S-E-VRRR-T---LLNMADKRETRx
SD_MM32H  S------ E-VRRR-T---LLNMADKKETRX
SD_MM1Al1l  S----S-E-VRRR-T---LLNMADKKETRXx
SD_MM239  S----S-E-VRRR-T---LLNMADKKETRX
SD_MM142  S----S-K-V-RR-A---LLEMADRKETSx
SD_MNE S----S-E-VRRR-T---LLKMADKRETSx
SD_MM155  S----S-E-VRRR-T---LLNMADKKETR$
SD_MMW25  S------E-VRRR-A---LLNMADKKETR$
SD_NEFW61  S------E-VRRR-A---LLNMADKKETR$
SD_SMMPBJA SQ---SKE-VQRR-T---LLKMADKKKTS$
SD_SMMPBJB SQ---SKE-VQRR-T---LLKMADKKKTS$
SD_PBJ6P6  SQ---SKE-VQRR-T---LFKMADKKKTS$
SD_SMM9 SQ---SKE-VQRR-T---LLKMADKKKTS$
SD_SMMH4  S----S-E-V-RR-T---L#KMADKKETS$
SD_SM62A  S----S-E-V-RR-T---LYKMADKRETS$
SD_SMB670  S----S-E-V-RR-T---LSKMADKKETS$
CONSENSUS-STM S-----KE-VERR-T---LLKMADKKETSx
STM_STM S-----KE-VERR-T---LLKMADKKETSx

Amino Acids

236
257
181
257
256
258
261
258
255
253
255
257
221
226
238
240
137
137
252
247
261
264
264
263
262
264
263
258
251
261
261
261
261
262
263
263
265
265
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